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SEQUENCE LISTING 

<110> MOCKEL , BETTINA 

KREUTZER, CAROLINE 

<120> NUCLEOTIDE SEQUENCES WHICH CODE FOR THE LYSR3 GENE 

<130> 203973US0X 

<150> DE10039049.8 
<151> 2000-08-10 

4S60> 5 

4M70> Patentln version 3.0 

f#pl0> 1 

Sll> 1032 

J^212> DNA 

<213> Corynebacterium glutamicum 
<220> 

<221> CDS 

<222> (201) . . (830) 

<400> 1 

gatgatcaaa tacttctaga tgtcatcgat aatgggcagg gatttgatgt ggcagaagtg 60 

atccgtaaaa aatccattgg actgcccaca gcgcaacgcc gggctgaagg gctgggcgga 120 

acaataatta ttgaatctac aatcggatcg ggaactggaa tttccgcccg ttttccctat 180 

ccacaaaagg accaagataa gtg ate cgt att ctg ttg get gat gat cat ccc 233 

Val lie Arg lie Leu Leu Ala Asp Asp His Pro 

-1- 



15 10 

gtt gtt cgc gca ggc ctt gcc tec ttg ctg gtg agt gaa gat gat ttt 281 
Val Val Arg Ala Gly Leu Ala Ser Leu Leu Val Ser Glu Asp Asp Phe 
15 20 25 

gag ata gtg gac atg gtg ggc acc cca gat gat gcc gtt gcg cgc gcc 32 9 

Glu lie Val Asp Met Val Gly Thr Pro Asp Asp Ala Val Ala Arg Ala 
30 35 40 

gcg gaa ggc ggg gtg gat gtg gtg ttg atg gat ctg cgt ttt ggt gat 377 
Ala Glu Gly Gly Val Asp Val Val Leu Met Asp Leu Arg Phe Gly Asp 
45 50 55 

caa cca ggc ate gag gtc gcc ggc ggg gta gag gca acg cgt cgc ate 425 
Gin Pro Gly lie Glu Val Ala Gly Gly Val Glu Ala Thr Arg Arg lie 
60 65 70 75 



cgt gcg ctg gac aac ccg cca cag gta ctg gtg gtg acc aac tac tec 
Arg Ala Leu Asp Asn Pro Pro Gin Val Leu Val Val Thr Asn Tyr Ser 
80 85 90 



tig etc aaa gat age tec cca gaa gat etc att gcc ggt gtt cgc gat 
L§u Leu Lys Asp Ser Ser Pro Glu Asp Leu lie Ala Gly Val Arg Asp 
r? 110 115 120 



473 



a<m, gac ggc gat gtg gtg ggc gca gta tct get ggt gcc gtg ggg tat 521 
Thm Asp Gly Asp Val Val Gly Ala Val Ser Ala Gly Ala Val Gly Tyr 
S 95 100 105 



569 



gee gcg egg gga gaa tea gtg ctt tea aag cag gtc gcc age aag ate 617 
Ala Ala Arg Gly Glu Ser Val Leu Ser Lys Gin Val Ala Ser Lys lie 
O 125 13 0 135 

aief ggg egg atg aac aac ccc atg act get etc agt gcc aga gaa att 665 
Mei Gly Arg Met Asn Asn Pro Met Thr Ala Leu Ser Ala Arg Glu lie 

i44 1 45 150 155 

gaa gtg ctg tec ttg gtg gcg caa ggg caa age aat aga gaa ate ggc 713 
Glu Val Leu Ser Leu Val Ala Gin Gly Gin Ser Asn Arg Glu lie Gly 
160 165 170 

aag aaa ctt ttc etc act gag gcc acg gtg aaa agt cac atg ggg cat 761 
Lys Lys Leu Phe Leu Thr Glu Ala Thr Val Lys Ser His Met Gly His 
175 180 185 

gtg ttc aac aag ctg gat gtc acc tct aga aca get gcg gta get gaa 8 09 

Val Phe Asn Lys Leu Asp Val Thr Ser Arg Thr Ala Ala Val Ala Glu 
190 195 200 

gcc aga cag cgc gga att ate tagaegcaca cgtgttggta accgatcaca 860 
Ala Arg Gin Arg Gly lie He 
205 210 

ccagcgcacg ctgetaatet tcactccatg aacaaggtgc agegcaggtc actgatggcg 92 0 

ttgtgcatga cggtggcatt tgctggagga agcctgaccg cgtgcacacc tegtcctgat 980 

aecgcagacc ccatcgcaga ggaattcctt caagcttggg categcaaga tt 1032 
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<210> 2 

<211> 210 

<212> PRT 

<213> Corynebacterium glutamicum 

<400> 2 



Val lie Arg lie Leu Leu Ala Asp Asp His Pro Val Val Arg Ala Gly 
15 10 15 



Leu Ala Ser Leu Leu Val Ser Glu Asp Asp Phe Glu lie Val Asp Met 
20 25 30 



Va^ Gly Thr Pro Asp Asp Ala Val Ala Arg Ala Ala Glu Gly Gly Val 

;S 35 40 45 



A#; Val Val Leu Met Asp Leu Arg Phe Gly Asp Gin Pro Gly lie Glu 
50 55 60 



Va'3j Ala Gly Gly Val Glu Ala Thr Arg Arg lie Arg Ala Leu Asp Asn 
65» 70 75 80 



PrJpJ Pro Gin Val Leu Val Val Thr Asn Tyr Ser Thr Asp Gly Asp Val 
85 90 95 



Vali^ Gly Ala Val Ser Ala Gly Ala Val Gly Tyr Leu Leu Lys Asp Ser 
100 105 110 



Ser Pro Glu Asp Leu He Ala Gly Val Arg Asp Ala Ala Arg Gly Glu 
115 120 125 



Ser Val Leu Ser Lys Gin Val Ala Ser Lys He Met Gly Arg Met Asn 
130 135 140 



Asn Pro Met Thr Ala Leu Ser Ala Arg Glu He Glu Val Leu Ser Leu 
145 150 155 160 



Val Ala Gin Gly Gin Ser Asn Arg Glu He Gly Lys Lys Leu Phe Leu 
165 170 175 



Thr Glu Ala Thr Val Lys Ser His Met Gly His Val Phe Asn Lys Leu 



-3- 



180 



185 



190 



Asp Val Thr Ser Arg Thr Ala Ala Val Ala Glu Ala Arg Gin Arg Gly 
195 200 205 



He He 
210 



<210> 3 
<211> 323 
<212> DNA 

<213> Corynebacterium glutamicum 
<400> 3 

gaggtggtgt tgatggatct gcgttttggt gatcaaccag gcatcgaggt cgccggcggg 6 0 

gtSjaggcaa cgcgtcgcat ccgtgcgctg gacaacccgc cacaggtact ggtggtgacc 12 0 
aajjtactcca cagacggcga tgtggtgggc gcagtatctg ctggtgccgt ggggtatttg 18 0 
ctifibaagata gctccccaga agatctcatt gccggtgttc gcgatgccgc gcggggagaa 24 0 
tca^tgcttt caaagcaggt cgccagcaag atcatggggc ggatgaacaa ccccatgact 3 00 
gdSbtcagtg ccagagaaat tga 323 

<2jiq> 4 
<2;Si> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

< 2 2 1 > mis c_f ea t ur e 

<223> Description of Artificial Sequence: synthetic DNA 



<400> 4 

gatgtggtgt tgatggatct 2 0 



<210> 
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<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<221> misc_f eature 

<223> Description of Artificial Sequence: synthetic DNA 



<400> 5 

tcaatttctc tggcactgag 



20 



